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Background: S. aureus (SA), P. aeruginosa (PA), entero-
coccus spp (EC). and candida spp (CA). are among the most
important causes of nBSI and are associated with high rates
of morbidity and mortality.
Methods: We performed a historical cohort study to eval-
uate the clinical course of 268 randomly selected adult
patients with nBSIs due to SA (81), PA (77), CA (60), EC
(50) at the Medical College of Virginia Hospitals, using serial
SIRS and APACHE II scores. Comparison was made between
patients with BSI due to different species.
Results: The patients had a mean age of 52 years and a
mean hospital stay prior to BSI of 22 days. 60% of patients
required ICU care prior to BSI. The mean APACHE II score was
17 on the day of BSI. Antimicrobial therapy within the ﬁrst
24 hours was considered appropriate in 67% of patients. Sep-
tic shock occurred in 31% of patients, and severe sepsis in
an additional 16%. Overall crude mortality was 39%. Inﬂam-
matory response and clinical course were similar between
patients with BSI due to different species, but was more
severe in patients with an APACHE II score >20 at the onset of
BSI (p < 0.001). Outcome was signiﬁcantly worse in patients
with BSI due to PA or CA (p = 0.004). In univariate analy-
sis, progression to septic shock was correlated with high
overall mortality (p20 at the onset of BSI (p < 0.001). In
multivariate analysis, only APACHE II score at the onset of
BSI (p = 0.001) and systemic inﬂammatory response (p = 0.01)
independently predicted overall mortality.
Conclusions: Clinical course and mortality in patients
with BSI were predicted by systemic inﬂammatory response
and APACHE II score, but did not correlate with the causative
pathogen.
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Assessing Clonality ofVibrio Cholerae Strains Isolated Dur-
ing a 4 Year Period in Iran
B. Bakhshi ∗, M.R. Pourshaﬁe
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Background: Outbreaks of cholera due to El Tor biotype of
O1 serotype occur periodically in Iran which poses a public
health problem. Among different molecular typing tech-
niques, pulsed-ﬁeld gel electrophoresis (PFGE) has proved to
be highly discriminatory for the analysis of Vibrio Cholerae
O1 and O139 genetic diversity. This method has been suc-
cessfully used for monitoring dissemination and emergence
of new epidemic clones of Vibrio Cholerae.
Methods: A total of 83 Vibrio Cholerae O1 El Tor strains
of clinical origin were isolated during 2004-2007. The strains
were identiﬁed by the biochemical assays and conﬁrmed by
PCR ampliﬁcation of the 16s-23s rRNA intergenic regions spe-
ciﬁc for Vibrio Cholerae species. A Pulse net standardized
protocol was used for subtyping of isolates using of NotI as
restriction enzyme.
Results: Nine PFGE pulsotypes were obtained from the
total isolates. The patterns were compared using Dice coef-
ﬁcient and UPGMA clustering with a 1.3% tolerance window.
The results showed that a single PFGE pattern with 24 DNA
fragments was present in all of the isolates obtained dur-
ing 2004. On the other hand, one pulsotype obtained as the
predominant pattern in 93% and 73% of the isolates obtained
during 2005 and 2006, respectively. All of the 20 isolates
from 2007 showed a single PFGE pattern different from the
pulsotypes obtained from previous 3 years.
Conclusion: The results obtained by this study shows
the emergence and spread of single Vibrio Cholerae clone
in each year in Iran. Internationally standardized typing
procedures including PFGE ﬁngerprint database can help
investigators to further and more efﬁciently promote the
source tracking and epidemiological linkage between iso-
lates from different countries and subsequently manage the
public health problems.
doi:10.1016/j.ijid.2008.05.561
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Background: Vibrio cholerae serotypes O1 Inaba, O1
Ogawa serogroups have been associated with widespread
cholera outbreaks which occur annually in Iran. An approx-
imately 22 kb gene cluster is responsible for O1 antigen
biosynthesis while serotype switching also occurs within this
cluster in the genome of V. cholerae O1 strains. It has been
identiﬁed that product of the wbeT region in the cluster is
a transferase and is responsible for the expression of the B
determinant, which is Ogawa-speciﬁc. We were determined
to investigate deletion in the wbeT region of the O1 antigen
biosynthesis cluster responsible for serotype conversion in
the V.cholerae O1 strains.
Methods: Thirty V. cholerae isolates of clinical origin iso-
lated and subjected to analysis. Serogrouping of isolates
performed using O1 polyvalent Ogawa and Inaba monospe-
ciﬁc antisera. PCR assay performed to analysis the wbeT
region in the O1-antigen biosynthesis region responsible for
the serotype conversion of the V. cholerae strains. Primers
designed to amplify from the beginning up to end of the
wbeT gene to determine any deletion in this region and
restriction fragment length polymorphism (RFLP) was done
using EcoRI and DdeI restriction enzymes to digest the prod-
ucts and determine any deletion or point mutation within
the restriction site of the enzymes.
Results: An approximately 800 bp product was obtained
for all (100%) of the isolates under study. RFLP analysis
